INTRODUCTION

Male
gametophytic functioning is involved with microsporogenesis, pollen germination, pollen tube elongation, and the transmission of gametes to the embryo sac.
During these processes, the male haploid genome plays an important role. Willing and Mascarenhas (1984) estimated that mRNAs present in mature pollen grains of Tradescantia paludosa are the products of approximately 20,000 different genes. Large numbers of these mRNAs are translated into proteins during pollen germination and early pollen tube elongation (Mascarenhas and Mermelstein, 1981) . similar results were obtained using the pollen of Zea mays (Mascarenhas et al., 1984) and Nicotiana tabacum (Tupy, 1982) . RNA synthesis and protein synthesis are independent during the early stages of in vitro pollen tube development, as was demonstrated by the use of specific inhibitors (see review Knox, 1984) .
These inhibition studies showed that The parallel expression of genes in the sporophyte and the gametophyte suggests that a selection pressure applied to the pollen is likely to alter the expression of genes in the sporophyte.
Indeed, sporophytic gene expression is modified by chilling stress during pollen development in tomato species (Zamir et al., 1982) and after heavy metal stress during in vivo pollen germination in Silene dioica and Mimulis guttatus (Searcy and Mulcahy, 1985) . (Zambryski et al., 1983) . The use of selectable marker genes which are constitutively expressed allows a convenient selection of transformed tissues (Horsch, 1985) .
Such an approach was also used by Koornneef et al. 
